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• Search History will be lost after eight hours of inactivity. 

• To combine searches use # before search number, e.g., #2 AND #6. 

• Search numbers may not be continuous; all searches are represented. 
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(FILE 'HOME* ENTERED AT 13:10:57 ON 11 FEB 2004) 

FILE ' REGISTRY' ENTERED AT 13:11:39 ON 11 FEB 2004 
LI 13 S PIR1 

FILE ' MEDLINE, AGRICOLA, CAPLUS, BIOSIS, EMBASE, WPIDS ' ENTERED AT 

13:12:00 ON 11 FEB 2004 
L2 2 S LI AND FUSION 

L3 6 S LI AND (CELL (W) WALL) 

L4 5 DUP REM L3 (1 DUPLICATE REMOVED) 

FILE 1 STNGUIDE 1 ENTERED AT 13:14:26 ON 11 FEB 2004 

FILE 'MEDLINE, AGRICOLA, CAPLUS, BIOSIS, EMBASE, WPIDS ' ENTERED AT 

13:19:09 ON 11 FEB 2004 
L5 93 S (PIR1? OR PIR2? OR PIR3? OR PIR4?) AND (YEAST OR CEREVISIAE) 

L6 60 S L5 AND (FUSION OR (CELL (W) WALL) ) 

L7 19 DUP REM L6 (41 DUPLICATES REMOVED) 

FILE 'STNGUIDE' ENTERED AT 13:21:23 ON 11 FEB 2004 

FILE 'CAPLUS' ENTERED AT 13:23:55 ON 11 FEB 2004 
E ABE HIR/AU 25 

L8 3 S (E19 OR E20) AND (PIR1? OR PIR2? OR PIR3? OR PIR4? OR PIR! ) 

E SHIMMA YOH/AU 25 

L9 3 S (E4 OR E5 OR E6) AND (PIR1? OR PIR2? OR PIR3? OR PIR4? OR PIR 

E JIGAMI YO/AU 25 

L10 3 S (E4 OR E5) AND (PIR1? OR PIR2? OR PIR3? OR PIR4? OR PIR!) 

= > 



RESULT 1 
YSCPIR1P 

LOCUS YSCPIR1P 1400 bp DNA linear PLN 03-FEB-1999 

DEFINITION S. cerevisiae Pirlp gene. 

ACCESSION D13740 

VERSION D13740.1 GI: 218456 

KEYWORDS Pirlp. 

SOURCE Saccharomyces cerevisiae (baker's yeast) 

ORGANISM Saccharomyces cerevisiae 

Eukaryota; Fungi; Ascomycota; Saccharomycotina; Saccharomycetes ; 
Saccharomycetales; Saccharomycetaceae; Saccharomyces . 
REFERENCE 1 (bases 1 to 1400) 

AUTHORS Toh-e, A., Yasunaga^., Nisogi,H., Tanaka,K., Oguchi # T. and 
Matsui , Y . 

TITLE Three yeast genes, PIR1, PIR2 and PIR3 , containing internal tandem 

repeats, are related to each other, and PIR1 and PIR2 are required 
for tolerance to heat shock 
JOURNAL Yeast 9 (5), 481-494 (1993) 
MEDLINE 93311116 
PUBMED 8322511 
REFERENCE 2 (bases 1 to 140 0) 
AUTHORS Toh-e,A. 
TITLE Direct Submission 

JOURNAL Submitted (20-NOV-1992) Akio Toh-e, University of Tokyo, Department 
of Biology; 7-3-1 Hongo, Bunkyo-ku, Tokyo 113, Japan 
(E-mail : toh-e@uts2 . s . u-tokyo . ac . jp , Tel : 03-3 812-2111 (ex. 4465) , 
Fax:03-5684-9420) 
COMMENT Submitted (2 0 -Nov- 1992) to DDBJ by: 

Akio Toh-e 

Department of Biology 
University of Tokyo 
7-3-1 Hongo 
Tokyo 113 
Japan 

Phone: 03-3812-2111 x4465 
Fax: 03-5684-9420. 
FEATURES Location/Qualif iers 

source 1. .1400 

/organism=" Saccharomyces cerevisiae" 

/mol_type=" genomic DNA" 

/ db_xr e f = » t axon : 4 9 3 2 " 
gene 139. .1164 

/gene="PIRl" 
CDS 139. .1164 

/gene="PIRl" 

/codon_start=l 

/product^ " Pirlp " 

/protein_id= " BAA0 2 885.1" 

/db_xref="GI : 218457" 

/ trans la tion= "MQYKKSLVASALVATSLAAYAPKDPWSTLTPSATYKGGITDYSS 
TFG I AVE P I ATTAS S KAKRAAA I S Q I GDGQ I QATTKTTAAAVS Q I GDGQ I QATTKTKA 
AAVS Q IGDGQ I QATTKTTS AKTTAAAVS Q I GDGQ I QATTKTKAAAVS Q I GDGQ I QATT 
KTTAAAVS Q I GDGQ I QATTKTTAAAVS Q I GDGQ I QATTNTT VAP VS QITDGQI QATTL 
TSATIIPSPAPAPITNGTDPVTAETCKSSGTLEMNLKGGILTDGKGRIGSIVANRQFQ 
FDGPPPQAGAIYAAGWSITPEGNLAIGDQDTFYQCLSGNFYNLYDEHIGTQCNAVHLQ 
AIDLLNC" 

BASE COUNT 415 a 350 c 221 g 414 t 



ORIGIN 



Alignment Scores: 

Pred. No.: 6.15e-92 Length: 1400 

Score: 1708.00 Matches: 341 

Percent Similarity: 100.00% Conservative: 0 

Best Local Similarity: 100.00% Mismatches: 0 

Query Match: 100.00% Indels: 0 

DB: 8 Gaps: 0 

US-09-989-975-1 (1-341) x YSCPIR1P (1-1400) 

Qy 1 MetGlnTyrLysLysSerLeuValAlaSerAlaLeuValAlaThrSerLeuAlaAlaTyr 2 0 

I III I M M I 1 1 M 1 1 M 1 1 1 1 1 1 II 1 1 Ml I II I 1 1 1 1 1 1 I II 1 1 M 1 1 III II I 

Db 13 9 ATGCAATACAAAAAATCATTAGTTGCCTCCGCCTTAGTTGCTACATCTTTAGCTGCCTAT 198 

Qy 21 AlaProLysAspProTrpSerThrLeuThrProSerAlaThrTyrLysGlyGlylleThr 40 

1 1 1 1 1 1 1 II I 1 1 II 1 1 M 1 1 1 1 1 1 1 1 1 1 II 1 1 M I 1 1 1 1 1 1 I II 1 1 1 1 1 1 II I II! 

Db 199 GCTCCAAAGGACCCGTGGTCCACTTTAACTCCATCAGCTACTTACAAGGGTGGTATAACT 258 

Qy 41 AspTyrSerSerThrPheGlylleAlaValGluProIleAlaThrThrAlaSerSerLys 60 

1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 II 1 1 II 1 1 1 1 1 1 1 I II 1 1 1 1 1 1 III 1 1 1 

Db 2 5 9 GATTACTCTTCTACTTTCGGTATTGCTGTTGAACCAATTGCCACTACTGCTTCCTCCAAG 318 

Qy 61 AlaLysArgAlaAlaAlalleSerGlnlleGlyAspGlyGlnlleGlnAlaThrThrLys 80 

lllllllllllllllll I IIIIIIIIIIIIIIMIIIMI lilllllllllllllll 

Db 319 GCTAAGAGAGCCGCTGCTATCTCTCAAATTGGTGACGGTCAAATCCAAGCCACTACCAAA 37 8 

Qy 81 ThrThrAlaAlaAlaValSerGlnlleGlyAspGlyGlnlleGlnAlaThrThrLysThr 100 

MMMMMMIMM I llMMMMMMIMMIMM MMMMMIMM 

Db 3 79 ACCACTGCTGCTGCTGTTTCTCAAATTGGTGACGGTCAAATCCAAGCCACTACTAAAACC 43 8 

Qy 101 LysAlaAlaAlaValSerGlnlleGlyAspGlyGlnlleGlnAlaThrThrLysThrThr 120 

MMMMMIIMM I IIIIIIIIIIIIIMIIIIIIMI MMMMMIMM 

Db 43 9 AAAGCTGCTGCTGTCTCTCAAATTGGTGACGGCCAAATCCAAGCCACCACCAAGACTACC 4 98 

Qy 121 SerAlaLysThrThrAlaAlaAlaValSerGlnlleGlyAspGlyGlnlleGlnAlaThr 140 

I I 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1- 1 II I II 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 MM 

Db 499 TCAGCTAAGACTACCGCTGCAGCCGTCTCCCAAATTGGTGACGGTCAAATTCAAGCCACT 558 

Qy 141 ThrLysThrLysAlaAlaAlaValSerGlnlleGlyAspGlyGlnlleGlnAlaThrThr 160 

1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 E 1 1 1 1 1 1 1 1 1 M 1 1 1 i 1 1 ! 1 1 1 

Db 559 ACTAAAACCAAAGCTGCTGCTGTCTCTCAAATTGGTGACGGTCAAATCCAAGCCACTACC 618 

Qy 161 LysThrThrAlaAlaAlaValSerGlnlleGlyAspGlyGlnlleGlnAlaThrThrLys 180 

1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 619 AAAACAACTGCTGCAGCTGTCTCTCAAATTGGTGACGGTCAAATCCAAGCCACTACTAAA 678 

Qy 181 ThrThrAlaAlaAlaValSerGlnlleGlyAspGlyGlnlleGlnAlaThrThrAsnThr 2 00 

MM M I II II II 1 1 M I M Mill Ml 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 I 1 1 1 1 1 1 1 1 1 1 II 

Db 679 ACCACTGCTGCTGCTGTTTCTCAAATTGGTGACGGTCAAATCCAAGCCACCACCAATACT 73 8 

Qy 201 ThrValAlaProValSerGlnlleThrAspGlyGlnlleGlnAlaThrThrLeuThrSer 220 

1 1 [ 1 1 1 1 1 M 1 M 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 11 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 

Db 73 9 ACTGTTGCTCCAGTCTCCCAAATCACTGATGGCCAAATCCAAGCCACAACTTTAACTTCT 798 

Qy 221 AlaThrllelleProSerProAlaProAlaProIleThrAsnGlyThrAspProValThr 240 
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1 1: i ii ii 1 1 1 1 1 1 1 1 ii ii 1 1 1 1 ii 1 1 1 1 ii i ii 1 1 1 1 1 1 1! 1 1 ii 1 1 1 1 1 1 1 1 1 ii 

GCAACCATTATACCATCTCCAGCTCCAGCTCCAATTACTAATGGCACTGACCCAGTAACT 858 
AlaGluThrCysLysSerSerGlyThrLeuGluMetAsnLeuLysGlyGlylleLeuThr 260 

1 1 1 1 1 1 1 1 1 1 1 1 1 . 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 

GCTGAAACATGTAAAAGCAGTGGCACTTTAGAAATGAACTTAAAGGGTGGTATCCTGACT 918 



II 1 1 II 1 1 1 1 1 1 1 1 1 1 1 II II 1 1 III 1 1 1 1 1 1 III 1 1 1 1 1 1 1 1 1 h 1 1 1 1 1 1 II I M 

GACGGTAAAGGTAGAATTGGTTCTATCGTTGCCAACAGACAATTCCAATTCGATGGTCCT 978 
ProProGlnAlaGlyAlalleTyrAlaAlaGlyTrpSerlleThrProGluGlyAsnLeu 3 00 

II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I II 1 1 III 1 1 II 1 1 III 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 II I II 

CCACCACAAGCTGGTGCTATCTATGCTGCTGGTTGGTCCATCACCCCAGAAGGTAACTTG 103 8 
AlalleGlyAspGlnAspThrPheTyrGlnCysLeuSerGlyAsnPheTyrAsnLeuTyr 32 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 : 1 1 1 1 1 1 1; 1 1 1 ii 1 1 1 1 1 1 ill 1 1 1 1 1 1 1 1 1 1 : 1 I I I I I II I II 

GCCATCGGTGACCAGGATACTTTTTACCAATGTTTGTCAGGAAACTTCTACAACTTATAC 1098 
AspGluHisIleGlyThrGlnCysAsnAlaValHisLeuGlnAlalleAspLeuLeuAsn 340 

llllllllll MM llljlllllllllllllMMIIIIMIIIIIIIIIIIIIIIIIII 

GATGAGCACATTGGAACTCAATGTAATGCAGTCCACCTACAAGCTATCGATTTGCTCAAC 115 8 
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